Pred. No.: 1.3e-47 Length: 666 

Score: 515.50 Matches: 92 

Percent Similarity: 83.19% Conservative: 7 

Best Local Similarity: 77.31% Mismatches: 9 

Query Match: 83.69% Indels: 11 

DB: 8 Gaps: 2 

US-09-541-462B-2 (1-108) x AY072430 (1-666) 

Qy 1 MetAlaAlaAlaMetAspValAspThr ProSerGly 12 

::: III —Ml III lll-MM 
Db 85 TTAATGGCGACTCTAGACTCCGACGTTACCATGATTCCTGCCGGAGAAGCCTCCAGCAGC 144 

Qy 13 ThrAsnSerGlyAlaGlyLysLysArgPheGluValLysLysTrpAsnAla 2 9 

::::::||| I I I I I I I I I I I I - = I I I I I I I I 1 = - I I I 

Db 14 5 GTAGCCGCGTCGTCTTCCAACAAGAAAGCTAAGCGATTCGAAATTAAGAAGTGGAGCGCC 2 04 

Qy 3 0 ValAlaLeuTrpAlaTrpAspIleValValAspAsnCysAlalleCysArgAsnHisIle 4 9 

MIMIIIMIMIMIIIIIIIIIIIIIIIIIIIIMIIIIMIIIIIIIIIIIIIIII 

Db 2 05 GTTGCTCTCTGGGCTTGGGATATCGTTGTTGACAACTGTGCGATCTGCAGAAACCACATC 264 
Qy 50 MetAspLeuCysIleGluCysGlnAlaAsnGlnAlaSerAlaThrSerGluGluCysThr 69 

MlllllllllllllinilllllllllllllllllllllllMIIIIMIIIIIIIIII 

Db 2 65 ATGGATCTTTGTATCGAGTGTCAGGCTAATCAGGCCAGTGCCACAAGTGAAGAGTGCACT 324 
Qy 70 ValAlaTrpGlyValCysAsnHisAlaPheHisPheHisCysIleSerArgTrpLeuLys 8 9 

mm mum nr ii i : mi i Minium ii mm 1 1 1 im ii ii h i m 

Db 325 GTAGCTTGGGGGGTTTGCAATCACGCCTTCCACTTTCACTGCATCAGCAGATGGCTAAAG 384 
Qy 90 ThrArgGlnValCysProLeuAspAsriArgGluTrpGluPheGlnLysTyrGlyHis 108 

1 1 1 1 1 : 111! Ill llimillllllllllllllllllll 

Db 385 ACTCGTCAAGTTTGTCCATTGGATAACAGTGAGTGGGAGTTTCAGAAATATGGTCAC 441 
RESULT 15 

AY0524 01 _-~r— 

LOCUS ^AY0524 01-M 357 bp mRNA linear PLN 16 -OCT- 2 

DEFINITION Arabidopsis thaliana ring box-l-like protein mRNA, complete cds . 
ACCESSION AY0524 01 

VERSION AY052401.1 GI: 16186264 

KEYWORDS 

SOURCE Arabidopsis thaliana. 

ORGANISM Arabidopsis thaliana 

Eukaryota; Viridiplantae ; Streptophyta; Embryophyta; Tracheophyt 
Spermatophyta; Magnoliophyta; eudicotyledons ; core eudicots; 
Rosidae; eurosids II; Brassicales; Brassicaceae ; Arabidopsis. 
REFERENCE 1 (bases 1 to 357) 
AUTHORS rQkr e s z^L . . .' 3 
TITLE Direct Submission 

JOURNAL Submitted (25 -AUG-2001) Institute of Plant Biology, Biological 
Research Center, Temesvari krt . 62, Szeged H-6701, Hungary 
FEATURES Location/Qualif iers 

source 1. .357 

/organism= "Arabidopsis thaliana" 
/ db_xr e f = " t axon : 3 7 0 2 " 
CDS 1. -357 

/note="RBXl-2" 
/codon_start=l 



/product="ring box-l-like protein" 
/protein_id="AAL13435 .1" 
/db_xref ="GI : 16186265" 

/ trans la t i on= » MATLDSDVTMI PAGEAS S S VAAS S SNKKAKRFE I KKWS AVALWA 
WD I WDNC A I C RNH I MDL C I ECQ ANQAS AT S E E CTVAWG VCNHAFH FHC I SRWL KTRQ 
VC PLDNS E WE FQKYGH " 



BASE COUNT 91 a 


83 c 


94 g 89 t 




ORIGIN 








Alignment Scores: 








Pred. No. : 


8 .67e-48 


Length : 


357 


Score : 


514 .50 


Matches : 


92 


Percent Similarity: 


83 .76% 


Conservative : 


6 


Best Local Similarity: 


78.63% 


Mismatches : 


8 


Query Match: 


83 . 52% 


Indels : 


11 


DB: 


8 


Gaps : 


2 


US-09-541-462B-2 (1-108) 


x AY052401 


(1-357) 





Qy 

Db 

Qy 

Db 

Qy 
Db 
Qy 
Db 

Qy 

Db 

Qy 

Db 



3 AlaAlaMetAspValAspThr ProSerGly 12 

III :::|ll 111 llh-IM 

4 GCGACTCTAGACTCCGACGTTACCATGATTCCTGCCGGAGAAGCCTCCAGC AGCGTAGCC 6 3 



13 



64 



ThrAsnSerGlyAlaGlyLysLysArgPheGluValLysLysTrpAsnAlaValAla 31 

:::::: | | | I I I I I I I I I I I I = = = I I I I II I I I - = I I I I I I I I I 

GCGTCGTCTTCCAACAAGAAAGCTAAGCGATTCGAAATTAAGAAGTGGAGCGCCGTTGCT 12 3 



32 LeuTrpAlaTrpAspIleValValAspAsnCysAlalleCysArgAsnHisIleMetAsp 51 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIII 

124 CTCTGGGCTTGGGATATCGTTGTTGACAACTGTGCGATCTGCAGAAACCACATCATGGAT 183 

52 LeuCysIleGluCysGlnAlaAsnGlnAlaSerAlaThrSerGluGluCysThrValAla 71 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
184 CTTTGTATCGAGTGTCAGGCTAATCAGGCCAGTGCCACAAGTGAAGAGTGCACTGTAGCT 243 

72 TrpGlyValCy sAsnHi s AlaPheHi sPheHi sCys I leSerArgTrpLeuLy sThrArg 9 1 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
244 TGGGGGGTTTGCAATCACGCCTTCCACTTTCACTGCATCAGCAGATGGCTAAAGACTCGT 303 

92 GlnValCysProLeuAspAsnArgGluTrpGluPheGlnLysTyrGlyHis 108 

I II II I! I' III I ill II I MM I lllllllll II MINI : II I 

3 04 CAAGTTTGTCC ATTGGATAACAGTGAGTGGGAGTTTC AGAAATATGGTCAC 354 



Search completed: April 4, 2003, 17:52:09 
Job time : 1471 sees 

GenCore version 5 . 1 . 4_p5_4578 
Copyright (c) 1993 - 20 03 Compugen Ltd. 

OM protein - nucleic search, using f rame_plus_p2n model 



Run on: 



April 4, 2 003, 16:34:12 ; Search time 219 Seconds 

(without alignments) 
1110.575 Million cell updates/sec 



• 



A R0C1 

ATGGCGGCA^GATGGATGTGGATACCCC«^GCGGCACCAACAGCGGCGCGGGCAAGAAGCGCTTTC 9 0 

MAAAMDVDTPSGTNSGAGKKRFBVKKWNAV 30 

(KCCTCTGGGCCTGGGATATTGTGGTTGATAACTGTC^ 180 

ALWAWDIVVDNCAICRNH IMDLCI ECQANQ 60 

GCGTCCGCTACTTCAGAAGAGTGTACTGTCGCATGGGGA 270 

AS ATSEKCTVAWGVCNHAFHFHCISRWLK T 90 

CGACAGGTGTGTCCATTGGACAACAGAGAGTGGGAATTCCAAAAGTATGGGCACTAG 327 
RQ„VCPLDNREWBFQKYGH*108 



B ROC2 

ATGTTCTCCCTCAAGAAGTGGAACCCGGTGGCCATGTGGAGCTGGGACGTGGAGTGCGATACGTGCGCCATCTGCA 90 
MFSLKKWNPVAMWSWDVECDTCA ICRVQVM 30 

GATGCCTGTCCTAGATGTCAAGCTGAAAACAAACAAGAGGACTGTGTO^ 180 
DACLRCQAENKQEDCVVVWGECNHSFHNCC 60 

ATGTCCCTG^GGTGAAACAGAACAATCGCTGCCCTCTCTGCCAGCAGGACTGGGTGGTCCAAAGAATCGGCAAATGA 258 
MSLWVKQNNRCPLCQQDWVVQRIGK* 85 



C 

ROC1-H3 22 FEVKKWHAVALW AWDIW0NC AI C RNHIMDLC IECQANQASATSEECTVAWGVCNHAF HFHC ISRWL---KTRQVC PLDNREWEF 108 

ROC 1 -Dm 22 FEVKKWNAVALWAWDI WDNCAI C RNHIMDLC IECQANQASATSEECTVAWGVCNHAF HFHC ISRWL KTRQVC PLDNREYDF 108 

ROCl-Ce 24 FEVKKWSAVALWAHDIQVDNCAIC RNHIMDLC IECQANQAAGLKDECTVAWGNCHHAF HFHC ISRWL— KTRQVC PLDNREWEF 110 

-ROCl^AIti^ 32 ^FEIKKWSAVALWAKDIVVDNC AI C RNHIMDLCIECQANQASATSEECTVAWGVCNIIAF HFHC I SRHL-- -KTRQVC PLDNSEWEF JLL8 

ROCl-Sp 21 F^^K^AVALif QHDIVVDNCAI C RNHIMDLC IECQANTDSA^QECTVAWGTCNHAF HFHC ISRHL NTRNVC PLDNREWEF 113 

ROC1-SC 35 FEIKKWTAVAFWSHDIAVDNCAI CRNHIMEPC I EC QPKAMTDTDNEC VAAWG VC NH AP HLHC INKW I KTRDAC PLDNQPWQL 121 

ROC2-H3 2 FSLK KWNAVAMK SH DVECDTC AX C RVQVMDAC LRC QAEN KQEDCVWWGECNHSF HNCCMSLWV KQNNRC PLCQQDWW 85 

ROC2-CQ 30 FVLKKWNALAVWAWDVECDTCAI CRVHLMEECLRCQSEP SAE-CYWWGDCNHSF HBCCMTQWI RQNNRC PLCQKDWW 112 

APC1 1-HS 3 VKIKCWNGVATHLWVANDENCGI CRMAFNGCC PDCKVPG DDCPLVWGQCSHCF HMHC ILKWLHAQQVQQHC PMCRQEWKF 84 

APCll-Dm 3 VT IK SWTGVATH RW I ANDE NC G I C RMS FE S TC PEC ALPG-- - - -DDC PL VWG VC SH CP HMHC I VKWLNLQPLNKQC PMCRQSWKF 85 

APCll-Ce 51 ITVKKLHVCGBWKWL[ 3 JDTCGI CRMEFESACNMCKFPG DDCPLVLG ICRHAF HRHC IDKW 1(5 JQPRAQC PLCRQDWTI 135 

APC11-SC 3 VKIIIEVHSVFAWSW[21JDVCGICRASYNGTCPSCKFPG DQCPLVIGLCHHNP HDHC IYRWLDTPTSKGLC PMCRQTFQL 165 



FQKYGH " 

BASE COUNT 85 a 7 5 c 94 g 73 t 

ORIGIN 

Query Match 100.0%; Score 327; DB 9; Length 327; 

Best Local Similarity 100.0%; Pred. No. 3.6e-91; 

Matches 327; Conservative 0; Mismatches 0; Indels 0; Gaps 
Qy 1 ATGGCGGCAGCGATGGATGTGGATACCCCGAGCGGCACCAACAGCGGCGCGGGCAAGAAG 6 0 

iiiiiiiiiiiiiii ii iiiiiiiiiiiimiiiii linn 

Db 1 ATGGCGGCAGCGATGGATGTGGATACCCCGAGCGGCACCAACAGCGGCGCGGGCAAGAAG 60 

Qy -61 CGCTTTGAAGTGAAAAAGTGGAATGCAGTAGCCCTCTGGGCCTGGGATATTGTGGTTGAT 12 0 

IIIMIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIMIIMMIMIIIIIMIIIIII 

Db 61 CGCTTTGAAGTGAAAAAGTGGAATGCAGTAGCCCTCTGGGCCTGGGATATTGTGGTTGAT 12 0 

Qy 121 AACTGTGCCATCTGCAGGAACCACATTATGGATCTTTGCATAGAATGTCAAGCTAACCAG 18 0 

llllllllllll MIMIIIIIIIMIIIIIIIMMIIIIIMMIIIIMIII 

Db 121 AACTGTGCCATCTGCAGGAACCACATTATGGATCTTTGCATAGAATGTCAAGCTAACCAG 18 0 
Qy 181 G CGTC CGC T AC TT C AG AAG AGTGTACTGTCGC ATGGGG AGTCTGTAACCATG C TTTT C AC 24 0 

IIIMIIIIIIMIIIIIIIMIIIIIMIIIIIIMIIIIIIIIIIIIIIIIIIIIIII 

Db 181 GCGTCCGCTACTTCAGAAGAGTGTACTGTCGCATGGGGAGTCTGTAACCATGCTTTTCAC 24 0 
Qy 241 TTCCACTGCATCTCTCGCTGGCTCAAAACACGACAGGTGTGTCCATTGGACAACAGAGAG 300 

1 : 1 1 1 : 1 Ill 1 1 1 1 1 1 1 1 . 1 1 1 ' 1 M 1 III 1 1 1 i I ; I i Ill 

Db 241 TTCCACTGCATCTCTCGCTGGCTCAAAACACGACAGGTGTGTCCATTGGACAACAGAGAG 3 00 
Qy 301 TGGGAATTCCAAAAGTATGGGCACTAG 327 

IMIIIMIIIMIIMIMIIIIIII 

Db 3 01 TGGGAATTCCAAAAGTATGGGCACTAG 32 7 



RESULT 2 
AF140598 
LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



JOURNAL 
MEDLINE 
PUBMED 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



.AFr405T8---- 508 bp mRNA linear PRI ll-MAY-1999 

Homo sapiens ring-box protein 1 (RBX1) mRNA, complete cds . 



AF140598 
AF140598 . 1 



GI:4769003 



Homo sapiens . 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ,- 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 (bases 1 to 508} 

. KamurayT :. , " Koepp , D . M . , Conrad , M . N . , Skowyra , D . , Moreland , R . J - , 
^Iliopoulos, 0. , Lane,W.S., Kaelin,W.G. Jr., Elledge , S . J. , 
Conaway, R. C. , Harper, J. W. and Conaway,J.W. 

Rbxl, a component of the VHL tumor suppressor complex and SCF 
ubiquitin ligase 

SeJ^ens^2\8Al^{5 4S)2,--65-7- 66-1- -{-1:9 99)' 

992 3432 0 

10213691 

2 (bases 1 to 508) 

Kamura ,T. , Lane , W . S . , Conaway , R . C . and Conaway , J . W . 
Direct Submission 
Submitted (05-APR-1999) Prog 



Molec. Cell Biol. 



HHMI , Oklahoma 



FEATURES 

source 



gene 



CDS 



BASE COUNT 
ORIGIN 



Med. Res. Fdn., 825 NE 13th St, Oklahoma City, OK 73104, USA 
Location/Qualifiers 
1. .508 

/organism="Homo sapiens" 

/ db_xr e f = " t axon : 9 6 0 6 11 

1. .508 

/gene="RBXl" 

7. .333 

/gene="RBXl" 

/note= M ring finger- like protein; component of VHL tumor 
suppressor complex and SCF ubiquitin ligase" 
/ codon_start=l 

/product=" ring -box protein 1" 
/protein_id="AAD29715 . 1" 
/db_xref="GI:4769004" 

/ trans lat ion= " MAAAMDVDTPSGTNSGAGKKRFEVKKWNAVALWAWDIWDNCAI 
CRNHIMDLCIECQANQASATSEECTVAWGVCNHAFHFHCISRWLKTRQVCPLDNREWE 
FQKYGH " 

126 a 106 c 124 g 152 t 



Query Match 100.0%; Score 327; DB 9; Length 508; 

Best Local Similarity 100.0%; Pred. No. 3,6e-91; 

327; Conservative 0; Mismatches 0; Indels 



Matches 


Qy 


i 


Db 


7 


Qy 


61 


Db 


67 


Qy 


121 


Db 


127 


Qy 


181 


Db 


187 


Qy 


241 


Db 


247 


Qy 


301 


Db 


307 



Gaps 



ATGGCGGCAGCGATGGATGTGGATACCCCGAGCGGCACCAACAGCGGCGCGGGCAAGAAG 6 0 

IIIIIIMIIIIIMIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIII 

ATGGCGGCAGCGATGGATGTGGATACCCCGAGCGGCACCAACAGCGGCGCGGGCAAGAAG 6 6 
CGCTTTGAAGTGAAAAAGTGGAATGCAGTAGCCCTCTGGGCCTGGGATATTGTGGTTGAT 12 0 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

CGCTTTGAAGTGAAAAAGTGGAATGCAGTAGCCCTCTGGGCCTGGGATATTGTGGTTGAT 12 6 
AACTGTGCCATCTGCAGGAACCACATTATGGATCTTTGCATAGAATGTCAAGCTAACCAG 180 

III M'l I'll UnilllliH.h IIUIIMI mi mm in 

AACTGTGCCATCTGCAGGAACCACATTATGGATCTTTGCATAGAATGTCAAGCTAACCAG 186 
GCGTCCGCTACTTCAGAAGAGTGTACTGTCGCATGGGGAGTCTGTAACCATGCTTTTCAC 24 0 

1 1 1 1 1 1 1 I M 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

GCGTCCGCTACTTCAGAAGAGTGTACTGTCGCATGGGGAGTCTGTAACCATGCTTTTCAC 24 6 
TTCCACTGCATCTCTCGCTGGCTCAAAACACGACAGGTGTGTCCATTGGACAACAGAGAG 3 0 0 

III II MIMMMMIMII Ml . IIMM III MM III! MM 

TTCCACTGCATCTCTCGCTGGCTCAAAACACGACAGGTGTGTCCATTGGACAACAGAGAG 3 06 
TGGGAATTCCAAAAGTATGGGCACTAG 327 

lllllllllllllllllllllllllll 

TGGGAATTCCAAAAGTATGGGCACTAG 33 3 



RESULT 3 
BC001466 
LOCUS 

DEFINITION 

ACCESSION 
VERSION 



BC001466 544 bp mRNA linear PRI 

Homo sapiens, ring-box 1, clone MGC:1481 IMAGE : 3 13 8751 , 
complete cds . 
BC001466 

BC001466.1 GI:12655214 



12-JUL-2001 
mRNA, 



